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Herbaceous perennial plants selected as potential biofuel feedstocks had been
understudied at the genomic and functional genomic levels. Recent investments,
primarily by the U.S. Department of Energy, have led to the development of a number
of molecular resources for bioenergy grasses, such as the partially annotated genome
for switchgrass (Panicum virgatum L.), and some related diploid species. In its current
version, the switchgrass genome contains 65,878 gene models arising from the A and
B genomes of this tetraploid grass. The availability of these gene sequences provides
a framework to exploit transcriptomic data obtained from next-generation sequencing
platforms to address questions of biological importance. One such question pertains to
discovery of genes and proteins important for biotic and abiotic stress responses, and how
these components might affect biomass quality and stress response in plants engineered
for a speciﬁc end purpose. It can be expected that production of switchgrass on marginal
lands will expose plants to diverse stresses, including herbivory by insects. Class III plant
peroxidases have been implicated in many developmental responses such as ligniﬁcation
and in the adaptive responses of plants to insect feeding. Here, we have analyzed the
class III peroxidases encoded by the switchgrass genome, and have mined available
transcriptomic datasets to develop a ﬁrst understanding of the expression proﬁles of
the class III peroxidases in different plant tissues. Lastly, we have identiﬁed switchgrass
peroxidases that appear to be orthologs of enzymes shown to play key roles in ligniﬁcation
and plant defense responses to hemipterans.
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INTRODUCTION
Perennial warm-season grasses such as switchgrass (Panicum
virgatum L.), miscanthus (Miscanthus × giganteus) and giant reed
grass (Arundo donax L.) are expected to become major sources
of renewable biomass for the biofuel sector (Lewandowski et al.,
2003; Vogel et al., 2011; Kering et al., 2012). Switchgrass is a focus
bioenergy crop for the central regions of the US and elsewhere
based on its high yield potential and other useful characteristics
(Vogel et al., 2011). Switchgrass can be sustainably grown as a
biofuel crop on marginal croplands with limited inputs (Schmer
et al., 2006, 2008; Vogel et al., 2010). Biomass yields can be vari-
able, but high yields are possible. Switchgrass retains a high
level of genotypic and phenotypic plasticity that can be exploited
for agronomic improvements (Missaoui et al., 2006; Bouton,
2007; Martinez-Reyna and Vogel, 2008; Vogel and Mitchell, 2008;
Bhandari et al., 2010; Okada et al., 2010). In addition to high
above-ground yields, switchgrass can sequester carbon into its
extensive root systems, adding to the large positive carbon balance
when utilized as a biofuel crop (Liebig et al., 2008; Schmer et al.,
2008, 2011).
However, continued improvements in biomass yields, qual-
ity, and yield stability will be required to attain a national goal
of replacing a portion of petroleum gasoline with liquid fuels
derived from lignocellulosic crops by the year 2030 (Perlack et al.,
2005; U.S. Department of Energy., 2011). This goal will require
sustained high productivity from switchgrass ﬁelds. Two impor-
tant economic drivers for ﬁeld-scale production of switchgrass
occur ﬁrst during the establishment year (Schmer et al., 2006; Per-
rin et al., 2008), and later through biotic or abiotic stresses that
result in stand and/or yield losses in established ﬁelds (Vogel et al.,
2002, 2011). What is currently unknown is the extent to which
conﬁrmed and as yet unforeseen insect pests can compromise sus-
tainable production of switchgrass and other perennial bioenergy
grasses.
Over the course of the last decade, signiﬁcant investments have
been made, principally by the U.S. Department of Energy (DOE),
to develop genomic resources for switchgrass and related species.
Initial work using a limited number of Sanger-sequenced ESTs
(expressed sequence tag; Tobias et al., 2005) identiﬁed a number
of genes from complementary DNA (cDNA) libraries obtained
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from different tissues. Subsequently, work undertaken by the
DOE-Joint Genomes Institute (DOE-JGI) led to the public release
of over 400,000 switchgrass ESTs from a range of tissues. This
dataset provided deeper sequencing of transcripts and included
several protein families, including peroxidases, that were anno-
tated (Tobias et al., 2008). In 2011, a contig-based early version
of the switchgrass genome was released and is available at Phy-
ozome.org (Goodstein et al., 2012); it contains 65,878 genemodels
arising from the A and B genomes. Based on the number of loci
observed in related diploid grasses such as Sorghum bicolor with
34,496 loci (Paterson et al., 2009) and Setaria italica with 35,471
(Bennetzen et al., 2012; Zhang et al., 2012), it can be anticipated
that over 93% of the protein-coding genes have been annotated in
the early release of the switchgrass genome. More recently, both
next-generation sequencing (NGS) andmicroarrays have beenuti-
lized to probe the transcriptomes of different switchgrass tissues
(Palmer et al., 2011; Ersoz et al., 2012; Zhang et al., 2013). The
availability of the mostly annotated switchgrass genome along
with increasing numbers of NGS transcriptomic datasets presents
an opportunity to datamine for expression proﬁles of genes that
could participate in the various aspects of plant development and
responses to the environment.
LIGNIN, ETHANOL, AND PLANT FITNESS
Cell wall composition impacts resistance to pests and pathogens
(Santiago and Malvar, 2010; Funnell-Harris et al., 2012), and is
a critical component determining biomass quality (Sarath et al.,
2008). Plant cell walls consist of three major polymers, namely
cellulose, hemicellulose, and lignin (Boerjan et al., 2003). The
polysaccharide polymers, cellulose and hemicellulose are the
dominant sources of sugars for conversion into liquid fuels in
bioreﬁneries. Lignin is an aromatic polymer derived from cyto-
plasmically synthesized monolignols (Boerjan et al., 2003; Ralph
et al., 2006). Monolignols are products of the phenylpropanoid
pathway that is also the route for a range of other plant sec-
ondarymetabolites associatedwithplant development anddefense
(Shadle et al., 2003; Zhao and Dixon, 2011). Polymerization of
monolignols occurs in the cell wall apoplast after transport across
the plasma membrane, catalyzed principally by wall-bound per-
oxidases and laccases (El Mansouri et al., 1999; Boerjan et al.,
2003; Berthet et al., 2011; Cesarino et al., 2013). Lignin con-
tent and composition will be driven by the rate, amounts and
types of monolignols that are transported to the apoplast. This
transport process has not yet been fully elucidated, and pre-
vious hypothesis have suggested various mechanisms including
passive diffusion, vesicle-mediated transport, facilitated diffusion
through channels and active transport via transporters (Fager-
stedt et al., 2010). Labeling studies using [3H]phenylalanine in
lodgepole pine have indicated Golgi-vesicle-mediated transport is
unlikely based on the ﬁnding that inhibition of protein synthe-
sis decreased the Golgi label while inhibition of phenylpropanoid
metabolism did not (Kaneda et al., 2008). More recently, inves-
tigations using isolated vesicles from Arabidopsis demonstrated
that transport of monolignols was an ATP-dependent process
for both vacuolar and plasma membrane vesicles (Miao and
Liu, 2010). Also, using sodium orthovanadate and a variety of
other inhibitors to inhibitATP-binding cassette (ABC) transporter
activity, it was shown that these inhibitors substantially reduced
monolignol transport activity, indicating that ABC transporters
were likely involved in the transport process. Disruptions to the
membrane pH gradient or membrane potential did not exhibit
the same degree of transport inhibition (Miao and Liu, 2010).
Additionally, the Arabidopsis ABC transporter AtABCG29 was
recently identiﬁed as a p-coumaryl alcohol transporter based on
several lines of evidence (Alejandro et al., 2012). In this study, yeast
strains-expressing AtABCG29 were highly sensitive to p-coumaryl
alcohol and isolated yeast vesicles from AtABCG29-expressing
yeast contained higher levels of p-coumaryl alcohol. Also, abcg29
knockout plant lines exhibited substantially reduced root length
in media containing p-coumaryl alcohol, and lowered H, G, and
S-lignin content based on thioacidolysis yields. RT-qPCR data
showed AtABCG29 was upregulated in WT plants in response
to p-coumaryl but not sinapyl or coniferyl alcohols (Alejandro
et al., 2012). Taken together, this emerging evidence favors the
active transport hypothesis and suggests that other monolignols
are likely transported to the apoplast via monolignol-speciﬁc ABC
(or possibly other) transporters that remain to be discovered.
Once transport to the apoplast is complete, monomers are
polymerized into developing or new polymers, primarily via
radical-coupling mechanisms initiated by multiple classes of
apoplastic enzymes including peroxidases, laccases, and oxidases
(Boerjan et al., 2003). The basic radical coupling mechanism has
long been postulated (Freudenberg, 1959). In general, the poly-
merization of lignin has appeared to proceed under chemical
control rather than the more conﬁning and controlled nature of
biochemical control that governs most other plant processes. The
proposed mechanism involves dehydrogenation and subsequent
polymerization of the radicals; each coupling requires the gener-
ation of two radicals and polymerization may proceed through
a radical transfer or redox shuttle mechanism since the growing
lignin polymer and monolignols such as sinapyl alcohol are not
easily oxidized (Boerjan et al., 2003; Liu, 2012).
Within the plant cell walls, lignin forms a physical barrier
against the entry of pests and pathogens (Boerjan et al., 2003;
Sattler andFunnell-Harris, 2013), acts as an antifeedant for herbiv-
orous insects (Ralph et al., 2006; Deng et al., 2013) and is themajor
factor impeding the conversion of herbaceous biomass to ethanol
(Dien et al., 2009; Fu et al., 2011; Saathoff et al., 2011; Sarath et al.,
2011). The negative impact of lignin in the biochemical conver-
sion of herbaceous feedstocks to liquid fuels has led to intense
efforts to develop a range of biofuel feedstocks with lowered lignin
content (Carroll and Somerville, 2009; Studer et al., 2011; Robbins
et al., 2012; Shen et al., 2012). Lowering lignin generally negatively
impacts plant ﬁtness, especially in perennial grasses (Casler et al.,
2002; Pedersen et al., 2005), although many of molecular and cel-
lular aspects of the biotic interactions of these lower lignin plants
remain to be explored.
CLASS III PEROXIDASES AND LIGNIN BIOGENESIS
Class III peroxidases are ubiquitous plant enzymes that are coded
by a large number of related genes within a plant genome (Passardi
et al., 2004, 2007; Tobias et al., 2008), and have been implicated
in a myriad of plant developmental processes and responses to
biotic and abiotic stress (Almagro et al., 2009; Cosio and Dunand,
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2009; Gulsen et al., 2010; Linkies et al., 2010; Mika et al., 2010;War
et al., 2012). Some peroxidases appear to have a specialized role in
ligniﬁcation. In tobacco, overexpression of a chimeric anionic per-
oxidase resulted in plants containing higher basal levels of lignin
when compared to control plants (Lagrimini, 1991). Wounding of
these plants also appeared to result in higher polymerization of
phenolic acids, particularly in pith tissue which had much higher
levels of peroxidase activity than control plants, although the
transgenic plants expressed transgene throughout the plant due
to the use of the cauliﬂower mosaic virus 35S promoter (Lagri-
mini, 1991). Additional work in tobacco demonstrated that other
peroxidases may also be involved in ligniﬁcation. Antisense gene
silencing of the cationic peroxidase TP60 (NtPrx60) in tobacco
resulted in several plant lines that exhibited lower lignin con-
tent based on thioacidolysis, acetyl bromide and nitrobenzene
determinations (Blee et al., 2003). Later work showed some of the
generated T1 plants had abnormal phenotypes including discol-
oration, altered leaf morphologies, and poorly developed xylem
in one of the lines (Kavousi et al., 2010). In poplar, a cationic
cell wall-bound peroxidase, dubbed CWPO-C, was found to pref-
erentially oxidize sinapyl alcohol monomers as well as sinapyl
alcohol polymers (Sasaki et al., 2004). This ﬁnding indicated that
the suggested radical transfer or redox shuttle mechanisms for
lignin polymerizationmay be unnecessary in at least some circum-
stances. Other work in tomato demonstrated that overexpression
of a tomato basic peroxidase, tpx1, resulted in higher cell wall
peroxidase activity and higher leaf lignin levels (El Mansouri
et al., 1999). A basic peroxidase from Zinnia elegans was found
to be composed of two isoforms, ZePrx34.70 and ZePrx33.44
that were studied in detail (Gabaldón et al., 2005). Here, the
peroxidases were shown to have high afﬁnity for sinapyl alco-
hol and carried out polymerization of this substrate, suggesting a
likely role in polymerization of S-lignin during growth (Gabaldón
et al., 2005). Similar results were found for the anionic perox-
idases Pxp3, Pxp4, and Pxp5 that were isolated from poplar
xylem (Christensen et al., 1998), and several peroxidases from sil-
ver birch (Betula pendula) and Norway spruce (Picea abies) were
shown to have activity on monolignol substrates (Marjamaa et al.,
2006). In aspen, GUS staining revealed that the anionic peroxi-
dase prxA3a was predominately expressed in lignifying stem tissue,
particularly xylem (Li et al., 2003). Furthermore, down regula-
tion of this gene using an antisense construct resulted in plants
with lower total peroxidase activity and a lowered lignin content
that, depending on the transgenic line, approached 20% (Li et al.,
2003).
Several peroxidases have been identiﬁed in Arabidopsis that
appear to have roles in ligniﬁcation.ArabidopsisATPA2 (AtPrx53),
a cationic peroxidase, was found to localize to ligniﬁed tissues
and transgenic plants exhibited differential phloroglucinol stain-
ing compared to WT plants; unfortunately, lignin levels were not
reported (Østergaard et al., 2000). Modeling based on the ATP A2
crystal structure indicatedmonolignol substrates could dock in the
active site (Østergaard et al., 2000), although class III peroxidases
are known to be capable of oxidizing a wide variety of phenolic
compounds (Marjamaa et al., 2009). Recently,ArabidopsisAtPrx37
was found to be highly expressed in roots as well as ﬂower stems
and mature leaves (Pedreira et al., 2011). Overexpression of this
gene fused to a GUS reporter gene showed localization in vascular
tissue; mutant lines exhibited shorter roots, delayed development
and dwarﬁsm, which led to the hypothesis that overexpression
of AtPrx37 led to higher cell wall cross-linking (Pedreira et al.,
2011). A microarray study in Arabidopsis identiﬁed eight perox-
idases and several laccases with expression proﬁles that clustered
withmonolignol synthesis; AtPrx2,AtPrx17,AtPrx37,AtPrx9, and
AtPrx30 were peroxidases that were noted to show the strongest
co-expression patterns (Ehlting et al., 2005). Gravistimulation was
used in one study to alter the mechanical forces acting on stem
region of the inﬂorescence, which was then excised into apical,
middle, and basal parts (Yokoyama and Nishitani, 2006). Expres-
sion proﬁling using amicroarray showed upregulation of AtPrx42,
AtPrx64, and AtPrx71 in basal stem regions compared to mid-
dle and apical regions; however, the statistical signiﬁcance of the
expression change was not reported (Yokoyama and Nishitani,
2006). More recently, AtPrx 4, 52, 49, and 72 were suggested to
have roles in ligniﬁcation based on homology to ZePrx and in sil-
ico characterization of other properties including surface charge,
mRNA stability, and amino acid positions (Herrero et al., 2013).
Identiﬁcation of peroxidases that have a primary, or even sec-
ondary, role in ligniﬁcation will likely remain challenging. Despite
the fact that a pectate binding site has been identiﬁed in an anionic
peroxidase from zucchini which suggested possible involvement
in ligniﬁcation (Carpin et al., 2001), further research indicated
that the physiological role of the protein involved auxin oxida-
tion in termination of hypocotyl elongation (Cosio and Dunand,
2009). Some characteristic features of syringyl peroxidases have
been found. These have included a VSCAD motif compared to a
VSCSD motif in G peroxidases as well as the ﬁnding that S per-
oxidases lack helix D’ (Gómez Ros et al., 2007). These changes
were postulated to result in conformational changes in the perox-
idase active site that allowed sinapyl alcohol to more successfully
dock, and thus undergo oxidation (Gómez Ros et al., 2007). In
general, basic and neutral peroxidases do not efﬁciently oxidize
sinapyl alcohol owing to steric hindrance of the substrate with
the active site (Østergaard et al., 2000). In contrast, acidic perox-
idases can oxidize sinapyl alcohol (Sasaki et al., 2004; Gabaldón
et al., 2005), indicating that both basic and acidic peroxidases have
complementary roles in ligniﬁcation.
BIOTIC STRESS, ROS, AND PEROXIDASES
An essential function for class III peroxidases is to protect the
cellular membranes against oxidative damage. More speciﬁcally,
class III secreted peroxidases are players in both reactive oxygen
species (ROS) removal and ROS generation (Passardi et al., 2005).
Although high levels of ROS are deadly, sub-lethal levels of ROS
can serve as signals, prompting cells to prepare for sustained oxida-
tive stress (Miller et al., 2009; Torres, 2010). Due to the potential
exposures of deadly ROS, higher plants have evolved enzymes to
detoxify these molecules (Mittler et al., 1999). Catalases, peroxi-
dases and superoxide dismutase have all been documented as ROS
scavengers in plants stressed by insects andpathogens (Felton et al.,
1994b; Heng-Moss et al., 2004; Franzen et al., 2007; Kusnierczyk
et al., 2008).
Plants have also evolved complex signaling networks intended
to detect speciﬁc pathogens in order to trigger the appropriate
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defense responses. A growing body of evidence suggests that plants
have evolved intricate mechanisms to exert control over pathogen
induced defense pathways. The hypersensitive response (HR) is
a complex early defense response that causes necrosis and cell
death that can restrict the growth and spread of a pathogen.
This interaction leads to a change in the membrane potential
and ion permeability of the host cell plasma membrane resulting
in localized cell death (Heath, 2000). One of the ﬁrst biolog-
ical responses of the HR is an oxidative burst which includes
the generation of ROS including hydroxyl radicals (-OH), nitric
oxide (NO), hydrogen peroxide (H2O2), and superoxide (Apos-
tol et al., 1989). Left unchecked, these ROS may cause protein,
lipid, and nucleic acid damage (Roldán-Arjona and Ariza, 2009;
Sharma et al., 2012).
Peroxidase activity and/or peroxidase gene expression has been
shown to be induced by many types of pathogens including
fungi (Sasaki et al., 2004; Wang et al., 2013), bacteria (Young
et al., 1995; Lavania et al., 2006), viruses (Lagrimini and Roth-
stein, 1987; Hiraga et al., 2000; Díaz-Vivancos et al., 2006; Babu
et al., 2008) and viroids (Vera et al., 1993). These studies reinforce
the hypothesis that class III peroxidases have important roles in
plant defense and can serve as markers of plant responses to biotic
stressors.
PEROXIDASES AND DEFENSE AGAINST INSECTS
Insect infestation and herbivory has often been linked to changes
in cellular ROS and peroxidase activity (Hiraga et al., 2001; Ni
et al., 2001; Kawano, 2003; Heng-Moss et al., 2004; Passardi
et al., 2005; Torres, 2010; O’Brien et al., 2012; War et al., 2012).
Plant peroxidase levels in response to hemipterans have been
particularly well-studied (Hildebrand et al., 1986; Felton et al.,
1994a,b; Stout et al., 1999; Ni et al., 2001; Heng-Moss et al.,
2004). It has been observed that peroxidase levels increase fol-
lowing chinch bug and aphid feeding in tolerant buffalograsses,
sorghum, and barley (Heng-Moss et al., 2004; Franzen et al., 2007;
Gulsen et al., 2007, 2010). Recently, studies have shown that in
wheat, rice, switchgrass and tomato class III peroxidases tran-
scripts were upregulated in response to insect herbivory (Dowd
and Johnson, 2009; Liu et al., 2010; Suzuki et al., 2012; War et al.,
2012).
It is likely that the abundance of several class III peroxidases
identiﬁed in switchgrass (see below) will also play signiﬁcant roles
in tolerances against insects. Previous global analysis in rice and
wheat challenged with Hessian ﬂy attack identiﬁed 34 class III
peroxidases that were upregulated in resistant plants versus 22 per-
oxidases in susceptible plants (Liu et al., 2010). In Arabidopsis, two
peroxidases, At5g64120 (AtPrx71) andAt5g05340 (AtPrx52), were
found to be induced by Pieris brassicae eggs were also induced by
Pieris rapae herbivory (Little et al., 2007). For a better understand-
ing of the roles of individual peroxidases in switchgrass against
hemipterans, experiments using both resistant and susceptible
cultivars challenged with a variety of these potential pests should
be conducted. It is likely that class III peroxidases will display
similar roles in switchgrass when challenged with hemipterans as
well. Currently, roles of most of these proteins in plant defense
or resistance in switchgrass are not known, but appear to be
important areas of future research.
ENERGY CROP–INSECT INTERACTIONS
One of our long-term research goals is to develop a molecular
understanding of switchgrass responses to hemipterans, utiliz-
ing a selection of tetraploid switchgrasses. The incidence of
arthropod pests is likely to increase in switchgrass systems due
to an anticipated shift to monoculture-based biomass production
systems (Vogel et al., 2011). Additionally, due to plant-breeding
efforts to reduce traits that interfere with biofuel processing, some
plant defense mechanisms may be negatively impacted (Nabity
et al., 2012). While switchgrass may be one of the better studied
warm-season native grasses, most research has focused on agro-
nomic qualities and disease issues. Few studies have examined
the arthropod communities associated with switchgrass (Boerner
and Harris, 1991; Gottwald and Adam, 1998; Kindler and Dal-
rymple, 1999; McIntyre and Thompson, 2003; Schaeffer et al.,
2011). This basic information is required to identify and deﬁne
the organisms that may cause reduced yields. Although much
uncertainty exists in predicting which insects will be the key
pests of this new market-use of switchgrass, recent research has
provided clear evidence that biomass crops are susceptible to a
number of key pests of other important crop plants (Prasifka and
Gray, 2012). In switchgrass, potential pests have included stem-
boring insects (Prasifka et al., 2010, 2011b), defoliators (Prasifka
et al., 2009, 2011a) and piercing-sucking insects (Schaeffer et al.,
2011; Burd et al., 2012). Some of these insects have broad host
ranges with multiple biotypes (Prasifka et al., 2009), while others
are apparently very speciﬁc to switchgrass (Adamski et al., 2010;
Prasifka et al., 2010).
Importantly, our development of switchgrass as a biofuel feed-
stock is, in part, a response to global climate change (Energy
Independence and Security Act of 2007, 42 U.S.C. §17001), to
which some desirable insect species (Pelini et al., 2010) will not
adapt and some important pest species will overcome (Davis et al.,
2006). Aphids (winged aphids in particular) transmit viruses with
their mouthparts and are the most predominant vector for plant
viruses (Hull, 2001). Depending on the virus, they can remain
on the aphid’s mouthparts (speciﬁcally, their stylets) or circulate
throughout the vector (some viruses replicate within the aphid)
prior to transmission. Aphids are well-known to sample plant tis-
sues (i.e., probing behavior) with their stylets to determine host
acceptability. Additionally, some aphid species alternate between
plant species as a function of their seasonal life cycle. This prob-
ing and host-alternation behavior of aphids is highly conducive to
the introduction of new plant–virus relationships. For the above
reasons, we have begun to explore the potential for targeting
peroxidases in switchgrass genotypes for focused plant-breeding
efforts.
PHYLOGENETIC RELATIONSHIPS OF SWITCHGRASS
PEROXIDASES
Peroxidases are grouped into one of two superfamilies. One
superfamily, the peroxidase–cyclooxygenase superfamily, gener-
ally consists of animal peroxidases that are structurally unre-
lated and important in the innate immune system (Söderhäll,
1999). The other superfamily, the peroxidase–catalase super-
family, includes plant, fungal, and bacterial peroxidases. The
catalase–peroxidase superfamily is further divided into three
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distantly related structural classes (Welinder, 1992). Plant peroxi-
dases fall into the ﬁrst and third classes and are heme-containing
enzymes that play key roles in important biological process such
as biosynthesis of lignin, degradation pathways and host-defense
mechanisms. Class I peroxidases are intracellular peroxidases
without signal peptides, calcium ions, or disulﬁde bridges. They
show moderate substrate speciﬁcity of ascorbic acid and are
located in the chloroplasts, mitochondria, peroxisomes, and the
cytosol (Almagro et al., 2009). Extracellular secretory fungal per-
oxidases comprise class II peroxidases (Reddy, 1993) that include
lignin-modifying peroxidases and manganese peroxidases. Class
III peroxidases are glycoproteins that are located in vacuoles and
cell walls and further divided into eight distinct groups based on
sequence (Passardi et al., 2004). These peroxidases are involved in
cell elongation, cell wall construction, and responses to various
abiotic stresses and biotic plant pathogens (Intapruk et al., 1994;
Klotz et al., 1998; González-Rábade et al., 2012).
In thePeroxiBasedatabase (http://peroxibase.toulouse.inra.fr/),
a total of 8,695 peroxidases have been collected. Of those, 5,430
(approximately 61%) are class III peroxidases which have been
identiﬁed (March, 2013) from multiple plants species. For exam-
ple, the genomesofBrachypodiumdistachyon,Arabidopsis thaliana,
and Oryza sativa appear to code for 143, 73, and 155 class III per-
oxidases, respectively (Welinder et al., 1996; Passardi et al., 2004;
Vogel et al., 2010). Comparisons of theperoxidase families between
rice and Arabidopsis led to a better understanding of the evolution
of monocots and dicots that diverged from a common ancestor
150 million years ago (Wikström et al., 2001). Monocotyledon
peroxidases differ slightly in intron/exon size and structure from
Eudicotyledons, but the majority of class III peroxidases are highly
conserved.
In switchgrass, the preliminary classiﬁcation of sequences
obtained from a cDNA library showed class III peroxidases were
extremely well-represented, with approximately 400 EST’s identi-
ﬁed (Tobias et al., 2008). Using representative proteins belonging
to different peroxidase groups in rice, all putative matches were
identiﬁed in the switchgrass genome using the Blastp algo-
rithm (Altschul et al., 1990, 1997) and an e-value threshold of
1 × 10−15. Putative matches and representative rice protein
sequences were aligned using FastTree (Price et al., 2009) and visu-
alized using Dendroscope version 2 (Huson et al., 2007). Two
major peroxidase subfamilies, the heme and thiol peroxidases
were separated. The thiol peroxidases were further subdivided
into glutaredoxins, peroxiredoxins and glutathione peroxidases.
The heme-containing switchgrass peroxidases were separated into
class III and ascorbate (Class I) peroxidases (Figure 1). The class
III peroxidases were further analyzed by reclustering and seeded
with rice proteins belonging to different evolutionary groups
of class III peroxidases (Passardi et al., 2004). Based on these
analyses, the ancestral switchgrass peroxidase genes were identi-
ﬁed as Pavirv00010935m, Pavirv00050429m, Pavirv00055443m,
and Pavirv00060522m. The monocot-speciﬁc clade Group V.1
contained 33 members (Figure 2).
A comparison of switchgrass peroxidases with two rice class
III peroxidases induced during gall midge attack (Liu et al., 2010)
found the most similar switchgrass gene for Os07g0677200 was
Pavirv00031572m and for Os06g0547400 was Pavirv00059991m.
FIGURE 1 | Phylogenetic clustering of heme- and thiol peroxidases
(Prx) present in the switchgrass genome. Heme peroxidases (oval)
consist of the class I ascorbate peroxidases (green), and class III
peroxidases (red). Thiol peroxidases (circle) consist of the glutathione
peroxidases (purple), peroxiredoxin (blue) and glutaredoxin (cyan).
In rice, these two genes were signiﬁcantly elevated in expres-
sion at 12 h post attack and eventually decreased in expression
after 72 h post. It is possible that these two class III peroxi-
dases in switchgrass may be potential sources for ROS production
and defense during an insect attack as well. Two other class
III peroxidases associated with insect defense from Arabidopsis
(Cosio and Dunand, 2009) share similarity with switchgrass per-
oxidases. The Arabidopsis protein PRX52 (AT5G05340) shares
similarities with Parvirv00018711m and PRX71 (At5g64120)
is homologous to Pavirv00006707m. These ﬁndings shed
light on possible peroxidase targets to evaluate during insect
attack.
GLOBAL ANALYSIS OF PEROXIDASE TRANSCRIPTS IN
SWITCHGRASS TISSUES
To probe the proﬁles of class III peroxidase expression in different
switchgrass populations and plant organs, we queried transcrip-
tomic datasets obtained using NGS platforms (Roche 454 Life
Sciences instrument; Table A1 in Appendix). Publically available
NGS datasets from two contrasting ecotypes of switchgrass (low-
land cv. Alamoandupland cv. Summer)weremined to obtain class
III peroxidase expression proﬁles in different tissues (Figure 3).
There appears to be signiﬁcant differences in the proﬁles of class III
peroxidase genes expressed in the different tissues based on plant
developmental stage and ecotypes. Clusters of class III peroxi-
dases were strongly represented in roots and shoots harvested from
plants at early vegetative (EV), stem elongation (SE), and repro-
ductive (RP). At each of these stages in Summer, there appeared
to be strong transcriptional control of the expression of speciﬁc
sets of class III peroxidase genes. As an example, many perox-
idases were upregulated in roots during the SE stage of harvest
(Figure 3), possibly related to greater root growth at this stage of
plant development. Transcripts for many of these genes were less
abundant at the RP stage, although expression of a different clus-
ter of genes in the roots of Summer plants was apparent. In the
shoots of Summer plants, greatest abundance in peroxidase tran-
scripts apparently occurred during stages of active tiller elongation
(EV and SE; Figure 3), suggestive of roles in cell wall formation
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FIGURE 2 | Phylogenetic relationships and numbers within each
evolutionary clade, as defined for rice, for switchgrass class III
peroxidases.The distribution of peroxidases relative to the out-group
sequences (blue lines) are shown in the circular phylogram. The rice and
ancient peroxidase protein sequences used as representatives for these
analyses, and the numbers of switchgrass members in each clade are
indicated. The peroxidase sequences include loci from both the A and B
genomes.
and active tiller growth processes. There was enrichment in tran-
scripts for a small numberof potentially organ-speciﬁcperoxidases
in ﬂowers. In the lowland cultivar Alamo, there appeared to be
notable differences in class III peroxidase gene expression patterns
relative to Summer plants. Maximal transcript abundances for
roots were observed at the EV stage of growth, and a majority
of these transcripts were found in lower abundances at later har-
vest dates. However, the physiological signiﬁcance of these initial
observations is unclear. For Alamo shoots, a similar pattern to
those described for roots were seen, except that highest apparent
transcript abundancewas seen at the SE stage of growth (Figure 3).
A small cluster of peroxidases were upregulated in Alamo ﬂow-
ers, similar to what was observed from these NGS datasets
for Summer ﬂowers (Figure 3). Flower-speciﬁc peroxidases
have been reported in the literature (Cosio and Dunand, 2009;
Beltramo et al., 2012).
An analysis of crown and rhizome transcriptomes for expres-
sion proﬁles of class III peroxidases obtained from ﬁeld-grown
plants is shown in Figure 4. Tissues were harvested from plants
over the course of a growing season as described earlier (Palmer
et al., 2011). Since these tissues are critical for perenniality of the
plants, knowledge of themolecularmechanisms thatmight impact
perennialitywill be useful both fromabiological and breeding per-
spective. Below groundherbivory and attack fromother pathogens
can result in reduced shoot biomass, negatively impact plant sur-
vival and overall system sustainability (for example corn root
worm, nematodes, etc.). Peroxidases can serve as effective markers
for plant stress (reviewed above) and understanding expres-
sion proﬁles will provide insights into the cellular state of these
tissues.
As observed for other switchgrass tissues (see Figure 3), there
were clusters of peroxidases overexpressed at speciﬁc harvest dates
(Figure 4). These ﬁeld harvest dates coincided approximately to
spring emergence (green-up; May), late vegetative (June), ﬂower-
ing (July), late seed set (August), and senescence of aerial tissues
after a killing frost (October). The largest number of strongly
upregulated peroxidases appeared to occur in May and June, coin-
ciding with a time of rapid vegetative growth, somewhat similar
to the patterns seen in the Alamo datasets. The total numbers
of peroxidase transcripts exhibiting greater expression declined
at the last three harvest dates, with relatively few genes overex-
pressed at the August and October harvests (Figure 4). Some
of these genes appear to be speciﬁc for a given harvest date,
and are probably reﬂective of the developmental stage of the
plants. These highly expressed genes were separable into six clus-
ters (C1–C6, Figure 4). Peroxidase distribution in these clusters
based on their phylogenetic classiﬁcation (Figure 2) suggested
members of different groups became active at various times
throughout the growing season. In May, highly expressed per-
oxidases clustered mainly into C4, with some upregulation in
C3 and C2 apparent. In C4, the highest numbers of peroxi-
dases came from Group I and Group IV, with lower amounts
in other groups. In June, most peroxidase upregulation clus-
tered into C3, with some upregulation in C1. In the larger C3
cluster, upregulated peroxidases were found again in Groups I
and IV, with the latter containing double the number of upreg-
ulated members when compared to May. In July, upregulated
peroxidases clustered into two groups (C1 and C2); cluster C1
had highly expressed members at approximately equal levels from
Groups III, IV, V, and VI while cluster C2 contained a slightly
different breakdown: Group I, IV, and VI contained most of the
apparently upregulated peroxidases. August and October perox-
idase expression mainly clustered into C5 and C6, respectively,
which showed upregulation primarily in Groups I and IV in both
cases. Based on these data, it is apparent that different peroxi-
dases become active in switchgrass crown and rhizome tissue as
the plant transitions from active growth through ﬂowering and
into dormancy, and that the study of class III peroxidases is likely
to yield signiﬁcant insights into switchgrass developmental pro-
cesses and the interactions of the plant with biotic and abiotic
stress.
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FIGURE 3 | One-way clustering color map for class III peroxidase
expression profiles (z-scores) for publically available NGS datasets for
cultivars Summer and Alamo. Stages of plant development are early
vegetative (EV), stem elongation (SE), and reproductive (RP) are as described
in these datasets. Roots = Rt; Shoot = Sh; Flowers = Fwr. Red indicates high
abundance, yellow is intermediate and green and blue are low or negligible
abundance. The appropriate SRA identiﬁcation numbers for these individual
NGS ﬁles are shown inTable A1 in Appendix.
FIGURE 4 | One-way clustering color map for class III peroxidase
expression profiles (z-scores) for NGS datasets for crowns and
rhizomes obtained from field-grown Summer plants at theAgricultural
Research and Development Center fields of the University of
Nebraska. Harvest months are shown and coincided approximately with
green-up (May), late vegetative stage (June), ﬂowering (July), hard-seed
stage (Aug), and aerial senescence after a killing frost (Oct). Red indicates
high abundance, yellow is intermediate and green and blue are low or
negligible abundance. The appropriate SRA identiﬁcation numbers for these
individual NGS ﬁles are shown inTable A1 in Appendix. The six clusters of
the most abundant transcripts from each harvest date are shown (C1–C6)
along with the numbers of individual peroxidases as assigned to an
evolutionary group.
CONCLUSION
Sustainable production of switchgrass and other bioenergy grasses
will require effective management against biotic stressors. The
need to raise these crops on marginal land with lowered inputs
will necessitate developing cultivars with enhanced tolerance to a
range of biotic and abiotic stresses. We are only now beginning to
probe the genotypic diversity that exists in switchgrass populations
to potential insect pests. Identiﬁcation of potential insect pests and
detailed characterization of the plant–insect interaction will better
enable us to address emergent insect pests in switchgrass produc-
tion ﬁelds. Additionally, it is unclear how manipulation of plants
for quality traits (for example lower/higher lignin) will affect plant
resistance to insect herbivory and other endogenous mechanisms
that confer resistance. However, based on extensive scientiﬁc lit-
erature, it can be safely predicted that the class III peroxidases are
going to play a key role in the defensive mechanisms of switch-
grass plants to insect herbivory, speciﬁcally to insects contain-
ing piercing-sucking mouthparts. The combination of genomic
resources and improved phenotyping methods are likely to help
decipher these molecular circuits, and provide guidance for the
continued improvements of switchgrass as a bioenergy feedstock.
ACKNOWLEDGMENTS
This work was supported in part by USDA-NIFA Grant Number
2011-67009-30096, The Ofﬁce of Science (BER), U. S. Depart-
ment of Energy Grant Number DE-AI02-09ER64829, and by the
USDA-ARS CRIS project 5440-21000-030-00D. The U.S. Depart-
ment of Agriculture, Agricultural Research Service, is an equal
opportunity/afﬁrmative action employer and all agency services
are available without discrimination. Mention of commercial
products and organizations in this manuscript is solely to pro-
vide speciﬁc information. It does not constitute endorsement
by USDA-ARS over other products and organizations not men-
tioned. All sequences used in this work are publically available
through the NCBI and are shown in Table A1 in Appendix. The
PviDraft sequence data used in this study were produced by the
U.S. Department of Energy Joint Genome Institute.
www.frontiersin.org June 2013 | Volume 4 | Article 202 | 7
“fpls-04-00202” — 2013/6/18 — 19:06 — page 8 — #8
Saathoff et al. Switchgrass peroxidases
REFERENCES
Adamski, D., Johnson, P., Boe, A., Brad-
shaw, J., and Pultyniewicz, A. (2010).
Descriptions of life-stages of Blasto-
basis repartella (Lepidoptera: Gele-
chioidea: Coleophoridae: Blastobasi-
nae) and observations on its biology
in switchgrass. Zootaxa 41–54.
Alejandro, S., Lee, Y., Tohge, T., Sudre,
D., Osorio, S., Park, J., et al. (2012).
AtABCG29 is a monolignol trans-
porter involved in lignin biosynthe-
sis. Curr. Biol. 22, 1207–1212 doi:
10.1016/j.cub.2012.04.064
Almagro, L., Gómez Ros, L. V., Belchi-
Navarro, S., Bru, R., Ros Barceló,
A., and Pedreño, M. A. (2009). Class
III peroxidases in plant defence reac-
tions. J. Exp. Bot. 60, 377–390. doi:
10.1093/jxb/ern277
Altschul, S. F., Gish, W., Miller, W.,
Myers, E. W., and Lipman, D. J.
(1990). Basic local alignment search
tool. J. Mol. Biol. 215, 403–410.
Altschul, S. F., Madden, T. L., Schaffer,
A. A., Zhang, J., Zhang, Z., Miller,
W., et al. (1997). Gapped BLAST
and PSI-BLAST: a new generation
of protein database search programs.
Nucleic Acids Res. 25, 3389–3402. doi:
10.1093/nar/25.17.3389
Apostol, I., Heinstein, P. F., and
Low, P. S. (1989). Rapid stimulation
of an oxidative burst during elic-
itation of cultured plant cells role
in defense and signal transduction.
Plant Physiol. 90, 109–116. doi:
10.1104/pp.90.1.109
Babu, M., Grifﬁths, J. S., Huang, T.-S.,
and Wang, A. (2008). Altered gene
expression changes inArabidopsis leaf
tissues and protoplasts in response
to Plum pox virus infection. BMC
Genomics 9:325. doi: 10.1186/1471-
2164-9-325
Beltramo, C., Marinoni, D. T., Perrone,
I., and Botta, R. (2012). Isolation of
a gene encoding for a class III peroxi-
dase in female ﬂower of Corylus avel-
lana L. Mol. Biol. Rep. 39, 4997–5008.
doi: 10.1007/s11033-011-1296-y
Bennetzen, J. L., Schmutz, J., Wang,
H., Perciﬁeld, R., Hawkins, J., Pon-
taroli, A. C., et al. (2012). Reference
genome sequence of the model plant
Setaria. Nat. Biotechnol. 30, 555–561.
doi: 10.1038/nbt.2196
Berthet, S., Demont-Caulet, N., Pol-
let, B., Bidzinski, P., Cezard, L.,
Le Bris, P., et al. (2011). Disrup-
tion of LACCASE4 and 17 results
in tissue-speciﬁc alterations to lig-
niﬁcation of Arabidopsis thaliana
stems. Plant Cell 23, 1124–1137. doi:
10.1105/tpc.110.082792
Bhandari, H. S., Saha, M. C., Mascia,
P. N., Fasoula, V. A., and Bouton, J.
H. (2010). Variation among half-sib
families and heritability for biomass
yield and other traits in lowland
switchgrass (Panicum virgatum L.).
Crop Sci. 50, 2355–2363. doi:
10.2135/cropsci2010.02.0109
Blee, K. A., Choi, J. W., O’Connell, A.
P., Schuch, W., Lewis, N. G., and Bol-
well, G. P. (2003). A lignin-speciﬁc
peroxidase in tobacco whose anti-
sense suppression leads to vascular
tissue modiﬁcation. Phytochemistry
64, 163–176. doi: 10.1016/S0031-
9422(03)00212-7
Boerjan, W., Ralph, J., and Baucher, M.
(2003). Lignin biosynthesis. Annu.
Rev. Plant Biol. 54, 519–546. doi:
10.1146/annurev.arplant.54.031902.
134938
Boerner, R., and Harris, K. K.
(1991). Effects of collembola (arthro-
poda) and relative germination date
on competition between mycor-
rhizalPanicum virgatum (Poaceae)
and non-mycorrhizal Brassica nigra
(Brassicaceae). Plant Soil 136, 121–
129. doi: 10.1007/BF02465227
Bouton, J. H. (2007). Molecular breed-
ing of switchgrass for use as a biofuel
crop.Curr. Opin. Genet. Dev. 17, 553–
558. doi: 10.1016/j.gde.2007.08.012
PMCid:3605101
Burd, J. D., Prasifka, J. R., and Brad-
shaw, J. D. (2012). Establishment
and host effects of cereal aphids
on switchgrass (Panicum virgatum
L.)cultivars1. Southwest. Entomol. 37,
115–122. doi: 10.3958/059.037.0203
Carpin, S., Crèvecoeur, M., De Meyer,
M., Simon, P., Greppin,H., andPenel,
C. (2001). Identiﬁcation of a Ca2+-
pectate binding site on an apoplastic
peroxidase. Plant Cell 13, 511–520.
doi: 10.1105/tpc.13.3.511
Carroll, A., and Somerville, C. (2009).
Cellulosic biofuels. Annu. Rev. Plant
Biol. 60, 165–182. doi: 10.1146/
annurev.arplant.043008.092125
Casler, M. D., Buxton, D. R., and Vogel,
K. P. (2002). Genetic modiﬁcation
of lignin concentration affects ﬁt-
ness of perennial herbaceous plants.
Theor. Appl. Genet. 104, 127–131. doi:
10.1007/s001220200015
Cesarino, I., Araujo, P., Sampaio Mayer,
J. L., Vicentini, R., Berthet, S.,
Demedts, B., et al. (2013). Expres-
sion of SofLAC, a new laccase in
sugarcane, restores lignin content but
not S:G ratio of Arabidopsis lac17
mutant. J. Exp. Bot. 1769–1781. doi:
10.1093/jxb/ert045
Christensen, J. H., Bauw, G., Welin-
der, K. G., Van Montagu, M., and
Boerjan, W. (1998). Puriﬁcation and
characterization of peroxidases cor-
related with ligniﬁcation in poplar
xylem. Plant Physiol. 118, 125–135.
doi: 10.1104/pp.118.1.125
Cosio, C., and Dunand, C. (2009). Spe-
ciﬁc functions of individual class III
peroxidase genes. J. Exp. Bot. 60,
391–408. doi: 10.1093/jxb/ern318
Davis, J., Radcliffe, E., and Rags-
dale, D. (2006). Effects of high
and ﬂuctuating temperatures on
Myzus persicae (Hemiptera: Aphidi-
dae). Environ. Entomol. 35, 1461–
1468. doi: 10.1603/0046-225X(2006)
35[1461:EOHAFT]2.0.CO;2
Deng,W.W.,Zhang,M.,Wu, J.Q., Jiang,
Z. Z., Tang, L., Li, Y. Y., et al. (2013).
Molecular cloning, functional analy-
sis of three cinnamyl alcohol dehy-
drogenase (CAD) genes in the leaves
of tea plant, Camellia sinensis. J.
Plant Physiol. 170, 272–282. doi:
10.1016/j.jplph.2012.10.010
Díaz-Vivancos, P., Rubio,M.,Mesonero,
V., Periago, P. M., Barceló, A. R.,
Martínez-Gómez, P., et al. (2006).
The apoplastic antioxidant system in
Prunus: response to long-term plum
pox virus infection. J. Exp. Bot. 57,
3813–3824.
Dien, B., Sarath, G., Pedersen, J., Sat-
tler, S., Chen, H., Funnell-Harris,
D., et al. (2009). Improved sugar
conversion and ethanol yield for For-
age Sorghum (Sorghum bicolor L.
Moench) lines with reduced lignin
contents. Bioenergy Res. 2, 153–164.
doi: 10.1007/s12155-009-9041-2
Dowd, P. F., and Johnson, E. T. (2009).
Differential resistance of switchgrass
Panicum virgatum L. lines to fall
armyworms Spodoptera frugiperda (J.
E. Smith). Genet. Resour. Crop Evol.
56, 1077–1089. doi: 10.1007/s10722-
009-9430-6
Ehlting, J., Mattheus, N., Aeschliman,
D. S., Li, E., Hamberger, B., Cullis,
I. F., et al. (2005). Global transcript
proﬁling of primary stems from Ara-
bidopsis thaliana identiﬁes candidate
genes for missing links in lignin
biosynthesis and transcriptional reg-
ulators of ﬁber differentiation. Plant
J. 42, 618–640. doi: 10.1111/j.1365-
313X.2005.02403.x
El Mansouri, I., Mercado, J. A.,
Santiago-Dómenech, N., Pliego-
Alfaro, F., Valpuesta,V., and Quesada,
M. A. (1999). Biochemical and phe-
notypical characterization of trans-
genic tomato plants overexpressing a
basic peroxidase. Physiol. Plant. 106,
355–362.
Ersoz, E. S., Wright, M. H., Pangili-
nan, J. L., Sheehan, M. J., Tobias,
C., Casler, M. D., et al. (2012). SNP
discovery with EST and NextGen
sequencing in switchgrass (Panicum
virgatum L.). PLoS ONE 7:e44112.
doi: 10.1371/journal.pone.0044112
Fagerstedt, K. V., Kukkola, E. M.,
Koistinen, V. V., Takahashi, J., and
Marjamaa, K. (2010). Cell wall lignin
is polymerised by class III secretable
plant peroxidases in Norway spruce.
J. Integr. Plant Biol. 52, 186–194. doi:
10.1111/j.1744-7909.2010.00928.x
Felton, G., Bi, J., Summers, C.,
Mueller, A., and Duffey, S. (1994a).
Potential role of lipoxygenases in
defense against insect herbivory. J.
Chem. Ecol. 20, 651–666. doi:
10.1007/BF02059605
Felton,G., Summers, C., andMueller,A.
(1994b). Oxidative responses in soy-
bean foliage to herbivory by bean leaf
beetle and three-cornered alfalfa hop-
per. J. Chem. Ecol. 20, 639–650. doi:
10.1007/BF02059604
Franzen, L. D., Gutsche, A. R.,
Heng-Moss, T. M., Higley, L.
G., Sarath, G., and Burd, J. D.
(2007). Physiological and biochem-
ical responses of resistant and sus-
ceptible wheat to injury by Russian
wheat aphid. J. Econ. Entomol. 100,
1692–1703. doi: 10.1603/0022-0493
(2007)100[1692:PABROR]2.0.CO;2
Freudenberg, K. (1959). Biosynthesis
and constitution of lignin. Nature
183, 1152–1155. doi: 10.1038/
1831152a0
Fu, C., Mielenz, J. R., Xiao, X., Ge,
Y., Hamilton, C. Y., Rodriguez, M.
Jr., et al. (2011). Genetic manipula-
tion of lignin reduces recalcitrance
and improves ethanol production
from switchgrass. Proc. Natl. Acad.
Sci. U.S.A. 108, 3803–3808. doi:
10.1073/pnas.1100310108
Funnell-Harris, D., Sattler, S., Prom, L.,
Dowd, P., and Pedersen, J. (2012).
Response of sorghum modiﬁed for
bioenergy to grain and stalk fungal
pathogens. Annual Meeting August
4–8 Providence, RI.
Gabaldón, C., López-Serrano, M.,
Pedreño, M. A., and Barceló, A. R.
(2005). Cloning and molecular char-
acterization of the basic peroxidase
isoenzyme from Zinnia elegans, an
enzyme involved in lignin biosynthe-
sis. Plant Physiol. 139, 1138–1154.
Gómez Ros, L. V., Aznar-Asensio, G.
J., Hernández, J. A., Bernal, M.
A., Núñez-Flores, M. J., Cuello,
J., et al. (2007). Structural motifs
of syringyl peroxidases are con-
served during angiosperm evolution.
J. Agric. Food Chem. 55, 4131–4138.
doi: 10.1021/jf063164t
González-Rábade, N., Carmen Oliver-
Salvador, M., Salgado-Manjarrez, E.,
and Badillo-Corona, J. (2012).
In vitro production of plant
peroxidases–a review. Appl. Biochem.
Biotechnol. 166, 1644–1660. doi: 10.
1007/s12010-012-9558-2
Goodstein, D. M., Shu, S. Q., How-
son, R., Neupane, R., Hayes, R.
Frontiers in Plant Science | Plant Biotechnology June 2013 | Volume 4 | Article 202 | 8
“fpls-04-00202” — 2013/6/18 — 19:06 — page 9 — #9
Saathoff et al. Switchgrass peroxidases
D., Fazo, J., et al. (2012). Phy-
tozome: a comparative platform
for green plant genomics. Nucleic
Acids Res. 40, D1178–D1186. doi:
10.1093/nar/gkr944
Gottwald, R., and Adam, L. (1998).
Results of entomological surveys and
on the weed control in Miscanthus
and other C4 plants. Arch. Phy-
topathol. Plant Prot. 31, 377–386. doi:
10.1080/03235409809383248
Gulsen, O., Eickhoff, T., Heng-Moss, T.,
Shearman, R., Baxendale, F., Sarath,
G., et al. (2010). Characterization
of peroxidase changes in resistant
and susceptible warm-season turf-
grasses challenged byBlissus occiduus.
Arthropod Plant Interact. 4, 45–55.
doi: 10.1007/s11829-010-9086-3
Gulsen, O., Shearman, R., Heng-Moss,
T., Mutlu, N., Lee, D., and Sarath,
G. (2007). Peroxidase gene poly-
morphism in buffalograss and other
grasses. Crop Sci. 47, 767–772. doi:
10.2135/cropsci2006.07.0496
Heath,M.C. (2000). Nonhost resistance
and nonspeciﬁc plant defenses. Curr.
Opin. Plant Biol. 3, 315–319. doi:
10.1016/S1369-5266(00)00087-X
Heng-Moss, T., Sarath, G., Baxen-
dale, F., Novak, D., Bose, S.,
Ni, X., et al. (2004). Characteri-
zation of oxidative enzyme changes
in buffalograsses challenged by Blis-
sus occiduus. J. Econ. Entomol. 97,
1086–1095. doi: 10.1603/0022-0493
(2004)097[1086:COOECI]2.0.CO;2
Herrero, J., Esteban-Carrasco, A.,
and Zapata, J. M. (2013). Looking
for Arabidopsis thaliana peroxidases
involved in lignin biosynthesis. Plant
Physiol. Biochem. 67C, 77–86. doi:
10.1016/j.plaphy.2013.02.019
Hildebrand, D., Rodriguez, J., Brown,
G., Luu, K., and Volden, C.
(1986). Peroxidative responses of
leaves in two soybean genotypes
injured by twospotted spider mites
(Acari: Tetranychidae). J. Econ. Ento-
mol. 79, 1459–1465.
Hiraga, S., Ito, H., Yamakawa, H.,
Ohtsubo, N., Seo, S., Mitsuhara, I.,
et al. (2000). An HR-induced tobacco
peroxidase gene is responsive to sper-
mine, but not to salicylate, methyl
jasmonate, and ethephon. Mol. Plant
Microbe Interact. 13, 210–216. doi:
10.1094/MPMI.2000.13.2.210
Hiraga, S., Sasaki, K., Ito, H., Ohashi,
Y., and Matsui, H. (2001). A large
family of class III plant peroxidases.
Plant Cell Physiol. 42, 462–468. doi:
10.1093/pcp/pce061
Hull, R. (2001). Plant Virology. Hous-
ton. Gulf Professional Publishing.
Huson, D. H., Richter, D. C., Rausch,
C., Dezulian, T., Franz, M., and
Rupp, R. (2007). Dendroscope: An
interactive viewer for large phylo-
genetic trees. BMC Bioinformatics
8:460. doi: 10.1186/1471-2105-8-460
Intapruk, C., Yamamoto, K., Sekine, M.,
Takano, M., and Shinmyo, A. (1994).
Regulatory sequences involved in the
peroxidase gene expression in Ara-
bidopsis thaliana. Plant Cell Rep. 13,
123–129. doi: 10.1007/BF00239877
Kaneda, M., Rensing, K. H., Wong,
J. C., Banno, B., Mansﬁeld, S.
D., and Samuels, A. L. (2008).
Tracking monolignols during wood
development in lodgepole pine.
Plant Physiol. 147, 1750–1760. doi:
10.1104/pp.108.121533
Kavousi, B., Daudi, A., Cook, C. M.,
Joseleau, J.-P., Ruel, K., Devoto,
A., et al. (2010). Consequences
of antisense down-regulation of a
ligniﬁcation-speciﬁc peroxidase on
leaf and vascular tissue in tobacco
lines demonstrating enhanced
enzymic sacchariﬁcation. Phyto-
chemistry 71, 531–542. doi: 10.1016/
j.phytochem.2010.01.008
Kawano, T. (2003). Roles of the reac-
tive oxygen species-generating perox-
idase reactions in plant defense and
growth induction. Plant Cell Rep. 21,
829–837.
Kering, M. K., Butler, T. J., Bierma-
cher, J. T., and Guretzky, J. A. (2012).
Biomass yield and nutrient removal
rates of perennial grasses under
nitrogen fertilization. Bioenergy Res.
5, 61–70. doi: 10.1007/s12155-011-
9167-x
Kindler, S., and Dalrymple, R. (1999).
Relative susceptibility of cereals and
pasture grasses to the yellow sug-
arcane aphid (Homoptera: Aphidi-
dae). J. Agric. Urban. Entomol. 16,
113–122.
Klotz, K. L., Liu, T.-T. Y., Liu,
L., and Lagrimini, L. M. (1998).
Expression of the tobacco anionic
peroxidase gene is tissue-speciﬁc
and developmentally regulated. Plant
Mol. Biol. 36, 509–520. doi:
10.1023/A:1005939600344
Kusnierczyk, A., Winge, P., Jorstad,
T. S., Troczynska, J., Rossiter, J.
T., and Bones, A. M. (2008).
Towards global understanding of
plant defence against aphids–timing
and dynamics of early Arabidopsis
defence responses to cabbage aphid
(Brevicoryne brassicae) attack. Plant
Cell Environ. 31, 1097–1115. doi:
10.1111/j.1365-3040.2008.01823.x
Lagrimini, L. M. (1991). Wound-
induced deposition of polyphenols in
transgenic plants overexpressing per-
oxidase. Plant Physiol. 96, 577–583.
doi: 10.1104/pp.96.2.577
Lagrimini, L. M., and Rothstein,
S. (1987). Tissue speciﬁcity of
tobacco peroxidase isozymes and
their induction by wounding and
tobacco mosaic virus infection.
Plant Physiol. 84, 438–442. doi:
10.1104/pp.84.2.438
Lavania, M., Chauhan, P. S., Chauhan,
S., Singh, H. B., and Nautiyal, C. S.
(2006). Induction of plant defense
enzymes and phenolics by treat-
ment with plant growth–promoting
rhizobacteria Serratia marcescens
NBRI1213. Curr. Microbiol. 52,
363–368. doi: 10.1007/s00284-005-
5578-2
Lewandowski, I., Scurlock, J. M. O.,
Lindvall, E., and Christou,M. (2003).
The development and current status
of perennial rhizomatous grasses as
energy crops in the US and Europe.
Biomass Bioenergy 25, 335–361. doi:
10.1016/S0961-9534(03)00030-8
Li, Y. H., Kajita, S., Kawai, S., Katayama,
Y., and Morohoshi, N. (2003). Down-
regulation of an anionic peroxidase
in transgenic aspen and its effect on
lignin characteristics. J. Plant Res.
116, 175–182. doi: 10.1007/s10265-
003-0087-5
Liebig, M., Schmer, M., Vogel, K., and
Mitchell, R. (2008). Soil carbon stor-
age by switchgrass grown for bioen-
ergy. Bioenergy Res. 1, 215–222. doi:
10.1007/s12155-008-9019-5
Linkies, A., Schuster-Sherpa, U., Tin-
telnot, S., Leubner-Metzger, G., and
Muller, K. (2010). Peroxidases iden-
tiﬁed in a subtractive cDNA library
approach show tissue-speciﬁc tran-
script abundance and enzyme activity
during seed germination of Lepidium
sativum. J. Exp. Bot. 61, 491–502. doi:
10.1093/jxb/erp318
Little, D., Gouhier-Darimont, C.,
Bruessow, F., and Reymond, P.
(2007). Oviposition by pierid butter-
ﬂies triggers defense responses inAra-
bidopsis. Plant Physiol. 143, 784–800.
doi: 10.1104/pp.106.090837
Liu, C. J. (2012). Deciphering the
enigma of ligniﬁcation: precur-
sor transport, oxidation, and the
topochemistry of lignin assembly.
Mol. Plant 5, 304–317. doi: 10.1093/
mp/ssr121
Liu, X., Williams, C. E., Nemacheck,
J. A., Wang, H., Subramanyam,
S., Zheng, C., et al. (2010). Reac-
tive oxygen species are involved in
plant defense against a gall midge.
Plant Physiol. 152, 985–999. doi:
10.1104/pp.109.150656
Marjamaa, K., Kukkola, E., Lundell,
T., Karhunen, P., Saranpää, P., and
Fagerstedt, K. V. (2006). Monolignol
oxidation by xylem peroxidase iso-
forms of Norway spruce (Picea abies)
and silver birch (Betula pendula).Tree
Physiol. 26, 605–611.
Marjamaa, K., Kukkola, E. M., and
Fagerstedt, K. V. (2009). The role of
xylem class III peroxidases in ligniﬁ-
cation. J. Exp. Bot. 60, 367–376. doi:
10.1093/jxb/ern278
Martinez-Reyna, J. M., and Vogel,
K. P. (2008). Heterosis in switch-
grass: Spaced plants. Crop Sci.
48, 1312–1320. doi: 10.2135/crop-
sci2007.12.0695
McIntyre,N., andThompson,T. (2003).
A comparisonof conservation reserve
program habitat plantings with
respect to arthropod prey for grass-
land birds. Am. Midl. Nat. 150,
291–301. doi: 10.1674/0003-0031
(2003)150[0291:ACOCRP]2.0.CO;2
Miao, Y.-C., and Liu, C.-J. (2010). ATP-
binding cassette-like transporters are
involved in the transport of lignin
precursors across plasma and vac-
uolar membranes. Proc. Natl. Acad.
Sci. U.S.A. 107, 22728–22733. doi:
10.1073/pnas.1007747108
Mika, A., Boenisch, M. J., Hopff, D.,
and Luthje, S. (2010). Membrane-
bound guaiacol peroxidases from
maize (Zea mays L.) roots are regu-
lated by methyl jasmonate, salicylic
acid, and pathogen elicitors. J. Exp.
Bot. 61, 831–841. doi: 10.1093/jxb/
erp353
Miller, G., Schlauch, K., Tam, R.,
Cortes, D., Torres, M. A., Shulaev,
V., et al. (2009). The plant NADPH
oxidase RBOHD mediates rapid sys-
temic signaling in response to diverse
stimuli. Sci. Signal. 2, ra45. doi:
10.1126/scisignal.2000448
Missaoui, A. M., Paterson, A. H.,
and Bouton, J. H. (2006). Molec-
ular markers for the classiﬁcation
of switchgrass (Panicum virgatum
L.) germplasm and to assess genetic
diversity in three synthetic switch-
grass populations. Genet. Resour.
Crop Evol. 53, 1291–1302. doi:
10.1007/s10722-005-3878-9
Mittler, R., Lam, E., Shulaev, V., and
Cohen, M. (1999). Signals control-
ling the expression of cytosolic ascor-
bate peroxidase during pathogen-
induced programmed cell death in
tobacco. Plant Mol. Biol. 39, 1025–
1035. doi: 10.1023/A:1006110223774
Nabity, P. D., Orpet, R., Miresmailli, S.,
Berenbaum, M. R., and Delucia, E.
H. (2012). Silica and nitrogen modu-
late physical defense against chewing
insect herbivores in bioenergy crops
miscanthus×giganteus and Panicum
virgatum (Poaceae). J. Econ. Entomol.
105, 878–883. doi: 10.1603/EC11424
Ni, X., Quisenberry, S. S., Heng-
Moss, T., Markwell, J., Sarath, G.,
Klucas, R., et al. (2001). Oxidative
responses of resistant and suscep-
tible cereal leaves to symptomatic
www.frontiersin.org June 2013 | Volume 4 | Article 202 | 9
“fpls-04-00202” — 2013/6/18 — 19:06 — page 10 — #10
Saathoff et al. Switchgrass peroxidases
and nonsymptomatic cereal aphid
(Hemiptera: Aphididae) feeding. J.
Econ. Entomol. 94, 743–751. doi:
10.1603/0022-0493-94.3.743
O’Brien, J. A., Daudi, A., Butt, V. S., and
Bolwell, G. P. (2012). Reactive oxygen
species and their role in plant defence
and cell wall metabolism. Planta 236,
765–779. doi: 10.1007/s00425-012-
1696-9
Okada, M., Lanzatella, C., Saha, M.
C., Bouton, J., Wu, R., and Tobias,
C. M. (2010). Complete switch-
grass genetic maps reveal subgenome
collinearity, preferential pairing and
multilocus interactions. Genetics 185,
745–760. doi: 10.1534/genetics.110.
113910
Østergaard, L., Teilum, K., Mirza, O.,
Mattsson, O., Petersen, M., Welin-
der, K. G., et al. (2000). Arabidop-
sis ATP A2 peroxidase. Expression
and high-resolution structure of a
plant peroxidase with implications
for ligniﬁcation. Plant Mol. Biol. 44,
231–243.
Palmer, N. A., Saathoff, A. J., Kim, J.,
Benson, A., Tobias, C. M., Twigg,
P., et al. (2011). Next-generation
sequencing of crown and rhi-
zome transcriptome from an upland,
tetraploid switchgrass. Bioenergy
Res. 1–13. doi: 10.1007/s12155-011-
9171-1
Passardi, F., Cosio, C., Penel, C., and
Dunand, C. (2005). Peroxidases have
more functions than a Swiss army
knife. Plant Cell Rep. 24, 255–265.
doi: 10.1007/s00299-005-0972-6
Passardi, F., Longet, D., Penel, C.,
and Dunand, C. (2004). The class
III peroxidase multigenic family in
rice and its evolution in land plants.
Phytochemistry 65, 1879–1893. doi:
10.1016/j.phytochem.2004.06.023
Passardi, F., Theiler, G., Zamocky,
M., Cosio, C., Rouhier, N., Teix-
era, F., et al. (2007). PeroxiBase:
the peroxidase database. Phytochem-
istry 68, 1605–1611. doi: 10.1016/
j.phytochem.2007.04.005
Paterson, A. H., Bowers, J. E., Brug-
gmann, R., Dubchak, I., Grimwood,
J., Gundlach, H., et al. (2009). The
Sorghum bicolor genome and the
diversiﬁcation of grasses. Nature 457,
551–556. doi: 10.1038/nature07723
Pedersen, J. F., Funnell, D. L., and
Vogel, K. P. (2005). Impact of reduced
lignin on plant ﬁtness. Crop Sci. 45,
812–819. doi: 10.2135/cropsci2004.
0155
Pedreira, J., Herrera,M. T., Zarra, I., and
Revilla, G. (2011). The overexpres-
sion of AtPrx37, an apoplastic perox-
idase, reduces growth in Arabidopsis.
Physiol. Plant. 141, 177–187. doi:
10.1111/j.1399-3054.2010.01427.x
Pelini, S., Keppel, J., Kelley, A., and
Hellmann, J. (2010). Adaptation to
host plants may prevent rapid insect
responses to climate change. Global
Change Biol. 16, 2923–2929. doi:
10.1111/j.1365-2486.2010.02177.x
Perlack, R. D., Wright, L. L., Turhol-
low, A. F., Graham, R. L., Stokes,
B. J., and Erbach, D. C. (2005).
“Biomass as Feedstock for a Bioen-
ergy and Bioproducts Industry: The
Technical Feasibility of a Billion-Ton
Annual Supply”. Washington: United
States Department of Energy. doi:
10.2172/885984
Perrin, R., Vogel, K., Schmer, M.,
and Mitchell, R. (2008). Farm-scale
production cost of switchgrass for
biomass. Bioenergy Res. 1, 91–97. doi:
10.1007/s12155-008-9005-y
Prasifka, J. R., Bradshaw, J., Meagher,
R., Nagoshi, R., Steffey, K., and
Gray, M. (2009). Development and
feeding of fall armyworm on Mis-
canihus × giganteus and switchgrass.
J. Econ. Entomol. 102, 2154–2159.
doi: 10.1007/s12155-009-9064-8
Prasifka, J. R., Bradshaw, J.D., Boe,A.A.,
Lee, D., Adamski, D., and Gray, M. E.
(2010). Symptoms, distribution and
abundance of the stem-boring cater-
pillar,Blastobasis repartella (Dietz), in
switchgrass. BioEnergy Res. 3, 238–
242. doi: 10.1603/AN10183
Prasifka, J., Bradshaw, J., Lee, S., and
Gray, M. (2011a). Relative feeding
and development of armyworm on
switchgrass and corn, and its poten-
tial effects on switchgrass grown for
biomass. J. Econ. Entomol. 104, 1561–
1567. doi: 10.1603/EC10304
Prasifka, J. R., Buhay, J. E., Sappington,
T. W., Heaton, E. A., Bradshaw, J.
D., and Gray, M. E. (2011b). Stem-
boring caterpillars of switchgrass in
the midwestern United States. Ann.
Entomol. Soc. Am. 104, 507–514. doi:
10.1603/029.102.0619
Prasifka, J. R., and Gray, M. E. (2012).
Research needs and potential effects
of biomass crops on pest manage-
ment. J. Integr. Pest Manage. 3,
C1–C5. doi: 10.1603/IPM12011
Price, M. N., Dehal, P. S., and Arkin,
A. P. (2009). FastTree: computing
large minimum evolution trees with
proﬁles instead of a distance matrix.
Mol. Biol. Evol. 26, 1641–1650. doi:
10.1093/molbev/msp077
Ralph, S., Park, J. Y., Bohlmann, J.,
and Mansﬁeld, S. D. (2006). Diri-
gent proteins in conifer defense: gene
discovery, phylogeny, and differential
wound- and insect-induced expres-
sion of a family of DIR and DIR-
like genes in spruce (Picea spp.).
Plant Mol. Biol. 60, 21–40. doi:
10.1007/s11103-005-2226-y
Reddy, C. A. (1993). An overview of
the recent advances on the physiology
and molecular biology of lignin per-
oxidases of Phanerochaete chrysospo-
rium. J. Biotechnol. 30, 91–107. doi:
10.1016/0168-1656(93)90030-Q
Robbins, M. P., Evans, G., Valentine,
J., Donnison, I. S., and Allison, G.
G. (2012). New opportunities for the
exploitation of energy crops by ther-
mochemical conversion in Northern
Europe and the UK. Prog. Energy
Combust. Sci. 38, 138–155. doi:
10.1016/j.pecs.2011.08.001
Roldán-Arjona, T., and Ariza, R. R.
(2009). Repair and tolerance of
oxidative DNA damage in plants.
Mutat. Res. 681, 169–179. doi:
10.1016/j.mrrev.2008.07.003
Saathoff, A. J., Sarath, G., Chow, E. K.,
Dien, B. S., and Tobias, C. M. (2011).
Downregulation of cinnamyl-alcohol
dehydrogenase in switchgrass by
RNA silencing results in enhanced
glucose release after cellulase treat-
ment. PLoS ONE 6:e16416. doi:
10.1371/journal.pone.0016416
Santiago, R., and Malvar, R. A. (2010).
Role of dehydrodiferulates in maize
resistance to pests and diseases. Int.
J. Mol. Sci. 11, 691–703. doi:
10.3390/ijms11020691
Sarath, G., Dien, B., Saathoff, A. J.,
Vogel, K. P., Mitchell, R. B., and
Chen, H. (2011). Ethanol yields and
cell wall properties in divergently
bred switchgrass genotypes. Biore-
sour. Technol. 102, 9579–9585. doi:
10.1016/j.biortech.2011.07.086
Sarath, G., Mitchell, R. B., Sattler, S.
E., Funnell, D., Pedersen, J. F., Gray-
bosch, R. A., et al. (2008). Oppor-
tunities and roadblocks in utilizing
forages and small grains for liquid
fuels. J. Ind. Microbiol. Biotechnol. 35,
343–354. doi: 10.1007/s10295-007-
0296-3
Sasaki, K., Iwai, T., Hiraga, S., Kuroda,
K., Seo, S., Mitsuhara, I., et al.
(2004). Ten rice peroxidases redun-
dantly respond to multiple stresses
including infection with rice blast
fungus. Plant Cell Physiol. 45, 1442–
1452. doi: 10.1093/pcp/pch165
Sattler, S., and Funnell-Harris, D.
(2013). Modifying lignin to improve
bioenergy feedstocks: strengthen-
ing the barrier against pathogens?
Front. Plant Sci. 4:70. doi: 10.3389/
fpls.2013.00070
Schaeffer, S., Baxendale, F., Heng-Moss,
T., Sitz, R., Sarath, G., Mitchell,
R., et al. (2011). Characterization of
the arthropod community associated
with switchgrass (Poales: Poaceae)
in Nebraska. J. Kans. Entomol.
Soc. 84, 87–104. doi: 10.2317/JKES
100329.1
Schmer, M. R., Liebig, M. A., Vogel, K.
P., and Mitchell, R. B. (2011). Field-
scale soil property changes under
switchgrass managed for bioen-
ergy. Glob. Change Biol. Bioenergy
3, 439–448. doi: 10.1111/j.1757-
1707.2011.01099.x
Schmer, M. R., Vogel, K. P., Mitchell,
R. B., Moser, L. E., Eskridge, K. M.,
and Perrin, R. K. (2006). Establish-
ment stand thresholds for switchgrass
grown as a bioenergy crop. Crop
Sci. 46, 157–161. doi: 10.2135/crop-
sci2005.0264
Schmer, M. R., Vogel, K. P., Mitchell,
R. B., and Perrin, R. K. (2008).
Net energy of cellulosic ethanol
from switchgrass. Proc. Natl. Acad.
Sci. U.S.A. 105, 464–469. doi:
10.1073/pnas.0704767105
Shadle, G. L., Wesley, S. V., Korth,
K. L., Chen, F., Lamb, C., and
Dixon, R. A. (2003). Phenyl-
propanoid compounds and disease
resistance in transgenic tobacco with
altered expression of L-phenylalanine
ammonia-lyase. Phytochemistry 64,
153–161. doi: 10.1016/S0031-9422
(03)00151-1
Sharma, P., Jha, A. B., Dubey, R. S.,
and Pessarakli, M. (2012). Reactive
Oxygen Species, Oxidative Damage,
and Antioxidative Defense Mecha-
nism in Plants under Stressful Condi-
tions. J. Bot. 2012. doi: 10.1155/2012/
217037
Shen, H., He, X., Poovaiah, C. R., Wud-
dineh,W.A.,Ma, J.,Mann,D.G., et al.
(2012). Functional characterization
of the switchgrass (Panicum virga-
tum) R2R3-MYB transcription factor
PvMYB4 for improvement of lig-
nocellulosic feedstocks. New Phytol.
193, 121–136. doi: 10.1111/j.1469-
8137.2011.03922.x
Söderhäll, K. (1999). Invertebrate
immunity. Dev. Comp. Immunol. 23,
263.
Stout, M., Fidantsef, A., Duffey, S., and
Bostock, R. (1999). Signal interac-
tions in pathogen and insect attack:
systemic plant-mediated interactions
between pathogens and herbivores
of the tomato, Lycopersicon esculen-
tum. Physiol. Mol. Plant Pathol. 54,
115–130. doi: 10.1006/pmpp.1998.
0193
Studer, M. H., Demartini, J. D., Davis,
M. F., Sykes, R. W., Davison, B.,
Keller, M., et al. (2011). Lignin
content in natural Populus variants
affects sugar release. Proc. Natl. Acad.
Sci. U.S.A. 108, 6300–6305. doi:
10.1073/pnas.1009252108
Suzuki, H., Dowd, P. F., Johnson, E.
T., Hum-Musser, S. M., and Musser,
R. O. (2012). Effects of elevated
peroxidase levels and corn earworm
Frontiers in Plant Science | Plant Biotechnology June 2013 | Volume 4 | Article 202 | 10
“fpls-04-00202” — 2013/6/18 — 19:06 — page 11 — #11
Saathoff et al. Switchgrass peroxidases
feeding on gene expression in tomato.
J. Chem. Ecol. 38, 1247–1263. doi:
10.1007/s10886-012-0205-8
Tobias, C. M., Sarath, G., Twigg, P.,
Lindquist, E., Pangilinan, J., Penning,
B. W., et al. (2008). Comparative
genomics in switchgrass using 61,585
high-quality expressed sequence tags.
Plant Genome 1, 111–124. doi:
10.3835/plantgenome2008.08.0003
Tobias, C. M., Twigg, P., Hayden, D. M.,
Vogel, K. P., Mitchell, R. M., Lazo, G.
R., et al. (2005). Analysis of expressed
sequence tags and the identiﬁcation
of associated short tandem repeats
in switchgrass. Theor. Appl. Genet.
111, 956–964. doi: 10.1007/s00122-
005-0030-3
Torres, M. A. (2010). ROS in
biotic interactions. Physiol. Plant.
138, 414–429. doi: 10.1111/j.1399-
3054.2009.01326.x
U.S.Department of Energy. (2011). U.S.
Billion-Ton Update: Biomass Supply
for a Bioenergy andBioproducts Indus-
try. R.D. Perlack and B.J. Stokes
(Leads), ORNL/TM-2011/224. Oak
Ridge National Laboratory, Oak
Ridge, TN. 227p.
Vera, P., Tornero, P., and Cone-
jero, V. (1993). Cloning and expres-
sion analysis of a viroid-induced
peroxidase from tomato plants.
Mol. Plant Microbe Interact. 6,
790–794.
Vogel, J. P., Garvin, D. F., Mock-
ler, T. C., Schmutz, J., Rokhsar,
D., Bevan, M. W., et al. (2010).
Genome sequencing and analysis
of the model grass Brachypodium
distachyon. Nature 463, 763–768. doi:
10.1038/nature08747
Vogel, K. P., Hopkins, A. A., Moore,
K. J., Johnson, K. D., and Carlson,
I. T. (2002). Winter survival in
switchgrass populations bred for high
IVDMD. Crop Sci. 42, 1857–1862.
doi: 10.2135/cropsci2002.1857
Vogel, K. P., and Mitchell, K. B.
(2008). Heterosis in switchgrass:
biomass yield in swards. Crop Sci.
48, 2159–2164. doi: 10.2135/crop-
sci2008.02.0117
Vogel, K. P., Sarath, G., Saathoff, A. J.,
and Mitchell, R. B. (2011). Switch-
grass. Energy Crops 3, 341–380.
Wang, J.-E., Liu,K.-K., Li,D.-W., Zhang,
Y.-L., Zhao, Q., et al. (2013). A novel
peroxidase CanPOD gene of pep-
per is involved in defense responses
to Phytophtora capsici infection as
well as abiotic stress tolerance. Int.
J. Mol. Sci. 14, 3158–3177. doi:
10.3390/ijms14023158
War, A. R., Paulraj, M. G., Buhroo,
A. A., Ahmad, T., Hussain, B.,
Ignacimuthu, S., et al. (2012). Mech-
anisms of plant defense against insect
herbivores. Plant Signal. Behav.
7, 1306–1320. doi: 10.4161/psb.
21663
Welinder, K. G. (1992). Superfamily of
plant, fungal and bacterial peroxi-
dases. Curr. Opin. Struct. Biol. 2, 388–
393. doi: 10.1016/0959-440X(92)
90230-5
Welinder, K. G., Jespersen, H. M.,
Kjærsgård, I. V. H., Østergaard, L.,
Abelskov, A. K., Hansen, L. N.,
et al. (1996). What can we learn
from Arabidopsis peroxidases? In:
Plant peroxidases: Biochemistry and
physiology. eds. O. Obinger, U.
Burner, R. Ebermann, C. Penel,
H. Greppin. (Geneva: University of
Geneva Press), 173–178.
Wikström, N., Savolainen, V., and
Chase, M. W. (2001). Evolution of
the angiosperms: calibrating the fam-
ily tree. Proc. R. Soc. Lond. Ser.
B 268, 2211–2220. doi: 10.1098/
rspb.2001.1782
Yokoyama, R., and Nishitani, K.
(2006). Identiﬁcation and characteri-
zation of Arabidopsis thaliana genes
involved in xylem secondary cell
walls. J. Plant Res. 119, 189–194. doi:
10.1007/s10265-006-0261-7
Young, S. A., Guo, A., Guikema,
J. A., White, F. F., and Leach,
J. E. (1995). Rice cationic per-
oxidase accumulates in xylem ves-
sels during incompatible interactions
with Xanthomonas oryzae pv oryzae.
Plant Physiol. 107, 1333–1341. doi:
10.1104/pp.107.4.1333
Zhang, G., Liu, X., Quan, Z., Cheng,
S., Xu, X., Pan, S., et al. (2012).
Genome sequence of foxtail millet
(Setaria italica) provides insights into
grass evolution and biofuel potential.
Nat. Biotechnol. 30, 549–554. doi:
10.1038/nbt.2195
Zhang, J. Y., Lee, Y. C., Torres-Jerez,
I., Wang, M., Yin, Y., Chou, W. C.,
et al. (2013). Development of an inte-
grated transcript sequence database
and a gene expression atlas for gene
discovery and analysis in switch-
grass (Panicum virgatum L.). Plant
J. 74, 160–173. doi: 10.1111/tpj.
12104
Zhao, Q., and Dixon, R. A.
(2011). Transcriptional net-
works for lignin biosynthesis:
more complex than we thought?
Trends Plant Sci. 16, 227–233. doi:
10.1016/j.tplants.2010.12.005
Conflict of Interest Statement: The
authors declare that the research was
conducted in the absence of any com-
mercial or ﬁnancial relationships that
could be construed as a potential con-
ﬂict of interest.
Received: 01April 2013; accepted: 29May
2013; published online: 19 June 2013.
Citation: Saathoff AJ, Donze T, Palmer
NA, Bradshaw J, Heng-Moss T, Twigg
P, Tobias CM, Lagrimini M and Sarath
G (2013) Towards uncovering the roles
of switchgrass peroxidases in plant pro-
cesses. Front. Plant Sci. 4:202. doi:
10.3389/fpls.2013.00202
This article was submitted to Frontiers
in Plant Biotechnology, a specialty of
Frontiers in Plant Science.
Copyright © 2013 Saathoff, Donze,
Palmer, Bradshaw, Heng-Moss, Twigg,
Tobias, Lagrimini and Sarath. This is
an open-access article distributed under
the terms of the Creative Commons
Attribution License, which permits use,
distribution and reproduction in other
forums, provided the original authors and
source are credited and subject to any
copyright notices concerning any third-
party graphics etc.
www.frontiersin.org June 2013 | Volume 4 | Article 202 | 11
“fpls-04-00202” — 2013/6/18 — 19:06 — page 12 — #12
Saathoff et al. Switchgrass peroxidases
APPENDIX
Table A1 | Switchgrass NGS datasets.
Cultivar Time Tissue # Reads SRA
Summer May Crown 445,432 SRX257007
Summer June Crown 379,264 SRX257030
Summer July Crown 317,557 SRX257031
Summer August Crown 930,114 SRX102934
Summer October Crown 389,555 SRX257032
Summer Early vegetative stage Root 265,190 SRX026147
Summer Early vegetative stage Shoot 211,124 SRX026148
Summer Stem elongation stage Root 187,893 SRX026150
Summer Stem elongation stage Shoot 210,071 SRX026149
Summer Reproductive stage Root 240,166 SRX026153c
Summer Reproductive stage Shoot 228,101 SRX026151c
Summer Reproductive stage Flower 240,696 SRX026155c
Alamo Early vegetative stage Root 1,317,713 SRX057831
Alamo Early vegetative stage Shoot 1,298,485 SRX057830
Alamo Stem elongation stage Root 1,113,868 SRX057829
Alamo Stem elongation stage Shoot 1,407,916 SRX057828
Alamo Reproductive stage Root 1,037,727 SRX057826
Alamo Reproductive stage Shoot 557,570 SRX057827
Alamo Reproductive stage Flower 1,143,746 SRX057834
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